With the rapid technological developments in the past few years, single particle cryo-electron microscopy (cryo-EM) has become the method of choice in structural biology of challenging biological macromolecules. In membrane protein structural biology, single particle cryo-EM has enabled rapid progresses in structure determinations, particularly so for many ion channels, transporters and cell surface receptors. Using this approach, integral membrane proteins can be studied structurally after being reconstituted into lipid nanodisc or other types of membrane mimetic systems. Structures of membrane proteins determined in such ways often reveal lipidprotein interactions and/or deformation of lipid bilayer.
